Introduction

34
The salmon louse, Lepeophtheirus salmonis is a marine obligate ectoparasite infesting Sequences were analyzed and assembled using Vector NTI 10 (Invitrogen).
145
The three genes of interest were further BLASTed against the salmon lice genome in Licebase
146
(www.licebase.org), in order to identify possible paralogs. ORFs were identified using 
Quantitative RT-qPCR
153
The RT-qPCR reaction was performed using 1x PowerUp™ SYBR™ Green Master Mix
154
(Applied Biosystems), 2 µl cDNA, 0.5 µM forward and reverse primer (Table 1) 
222
For localization of external pores, specimens were washed in 1x PBS with 0.5 % Tween-20
223
and given a short sonication of 10 sec before fixation in order to remove bacteria and other 224 microorganisms. Moreover, some specimens were given a transversal cut after fixation, to be 225 able to mount the specimens on the stub in such a way that the lateral and anterior pores 226 would be visible. Additionally, cephalic appendages were removed from one specimen in 227 order to localize ventral pores. 
Results
229
Sequence analysis
230
LsFNII1 previously found to be expressed by tegumental type 1 glands has not been fully 
Ontogenetic analysis of gene expression.
256
The expression levels of LsFNII1, 2 and 3 were investigated throughout the L. salmonis 257 lifecycle by RT-qPCR (Fig. 2 ). Due to the high level of similarity with LsFNII3, expression 258 analysis of LsFNII4 was also conducted.
259
LsFNII1 transcripts were not detectable before the chalimus II stage ( Fig. 2A ). An elevated 260 expression was detected from pre-adult to adult stages, with the highest expression level seen 261 in mature adult males. Similar to LsFNII1, the expression level of LsFNII2 was lowest in immature egg strings and the planktonic larval stages (Fig. 2 B) 
In situ hybridization
275
The localization of the LsFNII2 and 3 transcripts were determined in adult female and male
276
lice respectively by in situ hybridization. In the adult stages, the expression of LsFNII4 was 277 insignificant, and is not expected to be localized by the LsFNII3 RNA probe.
278
LsFNII2 and 3 transcripts were localized to teg 1 glands only (Fig. 3) . Positive staining of teg confirmed by RT-qPCR (Fig. 4) . In total, four RNAi trials were conducted ( the salmon louse integument were mainly found to be rod-shaped bacteria. Interestingly, less 300 bacterial growth was observed in close proximity to pores (Fig. 5C ).
301
Subsequently, washing with sonication were performed prior to fixation in order to remove 302 microorganisms, and pores could thereby be localized on the ventral and dorsal side of the 303 cephalothorax. Most pores were identified dorsally, where at least 53 pores were detected 304 (Fig. 5 A) . Two of these small pores were situated anterolaterally on each side of the cephalic 305 margin prior to the extension of the marginal membrane (Fig. 5 B) . Ventrally, pores were seen 306 in the extremities and two large pores were seen adjacent to the postantennary process ( while residues that are predicted to be involved in collagen binding are highlighted in grey. McMenamin, C., Nuka, G., Pesseat, S., Sangrador-Vegas, A., Scheremetjew, M., Rato, C., 
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